amplicon sequencing compositional analyses, we show here that the exosphere Gammaproteobacteria, Deltaproteobacteria, Bacteroidia and Actinobacteria.
92
Next, we predicted the genomic repertoire of these taxa using PICRUSt2 (Eddy 
101
We found that genes predicted to be involved in ureolysis were the most 102 prevalent across all sample groups i.e. seedling and adult exospheres of both GLV's
103
(SI, Appendix, Dataset S8). Although, such genes are involved in the hydrolysis of 104 urea to ammonia, we found ammonia oxidizers to be highly abundant both in the bulk 105 soil and the rhizosphere. We speculate that these taxa may act synergistically to 
